
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
INTRODUCTION 
 
Gastric cancer (GC) is the fourth most commonly 
diagnosed cancer and the second leading cause of 
cancer-related deaths worldwide [1, 2]. Approximately 
9.5 million new GC cases and 7.2 million deaths are 
recorded annually [2]. Despite efforts in diagnostic 
techniques and improvements in chemotherapy and 
radiotherapy, patients with advanced or metastatic 
gastric cancer still carry a poor prognosis and the 
median overall survival (OS) remains less than 1 year 
[3]. One of the major cause of cancer associated 
mortality is tumor metastasis, thus, early diagnosis of 
GC is of particular significance for the prognosis. 
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Long non-coding RNAs (lncRNAs) are a class of RNA 
molecules longer than 200 nucleotides with no or 
limited protein-coding potential [4]. Recently, many 
studies have revealed that lncRNAs could play critical 
roles in many biological processes including cellular 
differentiation, invasion, and metastasis [5-7]. 
Dysregulation of lncRNA expression has been reported 
in different types of cancers including lung cancer [8], 
breast cancer [9], hepatocellular carcinoma [10], and 
gastric cancer [11]. In addition, circulating lncRNAs 
has been applied for cancer diagnosis and prognosis 
[12], and also could be used as potential biomarkers and 
therapeutic targets for gastric cancer [13]. 
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ABSTRACT 
 
LncRNAs  play  critical  roles  in  gastric  cancer  (GC).  In  this  study,  the  expression  of  fourteen  cancer  related
lncRNAs were investigated in paired tissues of 66 patients with GC, real‐time RT‐PCR revealed that ZFAS1 was
significantly upregulated. We then examined the expression of ZFAS1  in plasmas derived from 77 GC patients
before‐ and post‐operations and 60 healthy individuals, and found that circulating ZFAS1 was also upregulated
in GC patients and operation can reduce  its presence  in plasma. To  investigate the potential mechanisms, we
compared the expression of ZFAS1  in multiple gastric cell  lines and one normal cell  line and found that ZFAS1
was up‐regulated in GC cell lines. Furthermore, circulating tumor cells (CTC) were simulated by mixing GC cells
with peripheral blood. After EpCAM antibody‐based cell sorting, we  found  that  the expression of ZFAS1 was
positively  correlated  with  EMT  property  of  CTCs.  In  GC  patient  tissue  samples,  we  found  that  Twist  was
positively correlated with ZFAS1 by immunohistochemical staining. Taken together, our results suggested that
ZFAS1 was up‐regulated in both tissues and plasmas of GC patients, and may be involved in regulation of EMT
in GC progression. Thus, ZFAS1 might serve as a potential diagnostic marker and/or therapeutic target for GC. 
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Epithelial mesenchymal transition (EMT) is a 
fundamental progress during which epithelial cells 
transformed into cells with mesenchymal phenotypes. 
The progress was characterized of losing cellular polarity 
and adhesion and enhanced cancer cell motility and 
dissemination [14]. EMT plays a critical role in cancer 
invasion and metastasis [15]. Previous evidence indicates 
that lncRNAs may regulate the EMT progression and 
promote cancer invasion and metastasis [16]. 
 
Circulating tumor cells (CTCs) are tumor cells shed into 
the blood circulation from the primary set and circulate in 
the bloodstream. CTCs are now considered as a “liquid 
biopsy” reflecting the progression of cancer [17]. CTCs 
on the way to potential metastatic sites may act as a 
diagnostic and prognostic marker for gastric cancer [18]. 
EMT plays a critical role in cancer invasion and 
metastasis mediated by CTCs and may promote the 
progress[15]. Circulating nuclear acids such as miRNAs 
may act as a surrogate marker for CTCs [19]. LncRNAs 
also may reflect the CTC levels and act as CTC markers 
[16]. 
 
Here we selected 14 candidate cancer-related lncRNAs 
(ZFAS1, PVT1, PRNCR1, lncRNA-ATB, HOTAIR, 
MALAT1, NKILA, TUG1, lnc-MVIH, HULC, lnc-
HEIH, UFC1, UCA1 and H19) from previous literatures 
and a database(LncRNA Disease [20] database) that 
integrated published lncRNAs and their associated 
diseases. Among these 14 lncRNAs, we identified 
ZFAS1 expression is upregulated in tumor tissues and 
plasmas from GC patients and is positively correlated 
with clinicopathological features of GC patients. 
Furthermore, in vitro mechanistic study showed ZFAS1 
might be involved in regulation of EMT process of GC 
cells. More specifically, immunohistochemical analysis 
of cancer tissue slides revealed ZFSA1 is positively 
correlated with Twist, a key EMT regulator. These data 
showed that ZFAS1 may play an important role in 
gastric cancer invasion and metastasis through 
regulating EMT and may act as a potential biomarker 
for diagnosis of gastric cancer, and a marker for EMT 
and CTCs. 
 
RESULTS 
 
ZFAS1 was up-regulated in gastric cancer tissues as 
compared to the paired normal tissues 
 
To evaluate the expression of fourteen candidate 
lncRNAs in GC tissues, we performed real-time RT-
PCR to quantify these lncRNAs in GC tissues and the 
paired normal tissues derived from sixty-six GC 
patients. The result showed that among these lncRNAs, 
only ZFAS1 expression level was significantly up-

regulated in gastric cancer tissues compared with paired 
normal tissues, while the expression levels of other 
lncRNAs did not differ significantly (Fig. 1A). Next, we 
tested the correlation between the ZFAS1 expression 
level and the clinicopathological characteristics of the 
66 gastric cancer patients, we found that ZFAS1 was 
highly correlated with TNM stage (Fig. 1B), cancer 
invasion (Fig. 1C), lymph node metastasis (Fig. 1D) and 
cancer diameter (Fig. 1E), while there was no 
significant correlation between ZFAS1 expression level 
and gender, age, cancer differentiation, or CEA and 
CA199 levels (summarized in Table 1).  
 
ZFAS1 was highly expressed in the plasmas of 
preoperative patients than paired postoperative 
plasmas and the healthy controls 
 
In addition to expression in tissues, we also examined 
ZFAS1 expression in seventy-seven paired plasma 
samples derived from GC patients and sixty plasma 
samples from healthy controls. There were no 
significant differences between the GC cases with the 
healthy controls in the frequency of age distribution (P 
= 0.2114). The mean age was 57.6 in the patient group 
and 54.9 in the healthy group. In consistent with our 
findings in tissues, we found that the ZFAS1 expression 
in preoperative GC plasmas was up-regulated as 
compared with the paired postoperative ones and the 
healthy controls (Fig. 2A). Similar to the results in 
tissues, circulating ZFAS1 level was highly correlated 
with TNM stage (Fig. 2B), lymph node metastasis (Fig. 
2C) and distant metastasis (Fig. 2D), while there was no 
correlation with other clinicopathologic factors, such as 
age, gender, cancer differentiation, or CEA and CA199 
levels (summarized in Table 2), indicating ZFAS1 
might serve as a potential diagnostic maker for GC. 
 
ZFAS1 was relatively stable in peripheral blood and 
plasma for conventional detection methods 
 
To investigate the potential application for using 
ZFAS1 as a potential plasma biomarker for GC, we first 
tested the stability of ZFAS1 in plasma and the whole 
blood. The whole blood was aliquoted and incubated in 
different conditions. Plasma was subjected to six cycles 
of freezing and thawing to mimic potential clinical 
detection scenario. Based on real-time RT-PCR 
analysis, the expression level of ZFAS1 was relatively 
stable when incubate at room temperature for 6h (P = 
0.6668), while significant reduction was observed when 
stored over 12h (P = 0.0071). When we stored plasma 
samples at 4°C, we found no statistical differences 
when the samples were incubated for 12h (P = 0.9318) 
or 24h (P = 0.0713), until incubated for 3d (P < 0.0001) 
(Fig. 3A).  
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Table 1. Correlation between ZFAS1 level in tissues and clinicopathologic of GC 
 

Feature No. of cases Mean ± SD P 

Age    
≥60 34 0.0787 ± 0.0526 0.2621 
＜60 32 0.1196 ± 0.1174  

Gender    
Male 38 0.0814 ± 0.0668 0.5168 

Female 28 0.0676 ± 0.1158  
Cancer location   0.9979 

Distal 18 0.1008 ± 0.0976  
Middle 33 0.0885 ± 0.0861  

Proximal 35 0.0953 ±0.0998  
Diameter (cm）    

≥5 25 0.1220 ± 0.0959 0.0209 
＜5 41 0.0842 ± 0.0871  

Differentiation    
Well 6 0.0707 ± 0.0443 0.2012 

Moderate 18 0.0707 ± 0.0443  
Poor 42 0.1140 ± 0.1079  

TNM stage    
0,Ⅰand Ⅱ 24 0.0790 ± 0.1060 0.0053** 

Ⅲ,Ⅳ 42 0.1097 ± 0.0817  
Invasion    

T0-T3 6 0.0223 ± 0.0273 0.0043** 
T4 60 0.0293 ± 0.0249  

Lymph-node metastasis    
N0 20 0.0823 ± 0.1145 0.0059** 

N1-N3 46 0.1061 ± 0.0792  
Distant metastasis    

M0 61 0.0972 ± 0.0930 0.4917 
M1 5 0.1144 ± 0.0802  

CEA    
Positive 11 0.0855 ± 0.0485 0.8359 
Negative 55 0.1011 ± 0.0982  
CA19-9    
Positive 15 0.0947 ± 0.0707 0.8886 
Negative 51 0.0996 ± 0.0976  
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Plasma ZFAS1 level was stable when stored at -80°C 
and the freeze-thaw process had no obvious effects on 
the stability of ZFAS1 (Fig. 3B). Finally, we tested 
whether ZFAS1 could be used as a marker of gastric 
cancer. We used the healthy plasma as a control to 
produce a ROC curve, which has been established as a 
standard to determine the value of biomarker. The area 
under the ROC curve was 0.727 (95% CI=0.642–0.813, 
P < 0.001; Fig. 3C), with a sensitivity of 0.766 and 
specificity of 0.639. The Youden index was 0.406. 
Thus, our results provide evidence that plasma ZFAS1 
level can be used to distinguish GC patients from 
controls. 
 
ZFAS1 was up-regulated in GC cell lines compared 
in normal gastric cell line  
 
   To study the cellular and molecular mechanisms 
underlying ZFAS1 mediated GC progression, we 
investigated the expression levels of ZFAS1 in three GC 
cell lines (AGS, SGC-7901 and BGC-823) and one 
normal cell line GES-1.The result showed that ZFAS1 
was highly expressed in GC cell lines than that in normal 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
cell line (P < 0.05) (Fig. 4), thus, we can use these cell 
lines to perform more mechanistic studies. 
 
ZFAS1 was down-regulated in simulated CTCs 
compared to un-captured cells and was positively 
correlated to the mRNA expression levels of 
mesenchymal markers and negatively correlated to 
epithelial markers 
 
EMT and CTCs have been shown to play an important 
role in gastric cancer progression and metastasis [21]. 
EpCAM (epithelial cell adhesion molecule) is a 
transmembrane glycoprotein which is over expressed in 
numbers of solid tumor cells and is absent from 
hematologic cells. To explore the potential role of 
ZFAS1 in CTCs and EMT process, we simulated CTCs 
by mixing tumor cells with peripheral blood. By using 
biotinylated epithelial cell adhesion molecule antibody 
(anti-EpCAM) and streptavidin coated magnetic 
particles, CTCs were divided into two groups (bind and 
un-bind groups). The captured cells were the so-called 
simulated CTCs with high expression of EpCAM, while 
uncaptured cells express no or low EpCAM. To 

Figure 1. LncRNA ZFAS1 was up‐regulated in gastric cancer tissues and was associated with TNM stage, cancer invasion,
lymph node metastasis and cancer diameter. (A) ZFAS1 was highly expressed in GC tissues compared to paired non‐tumor tissues (P
< 0.0001).  (B) ZFAS1 expression  levels  in different clinical stage of gastric cancer  (P = 0.0053).  (C) Up‐regulation of  lncRNA ZFAS1 was
associated with tumor invasion (P = 0.0043). (D) Up‐regulation of lncRNA ZFAS1 was associated with lymph node metastasis (P = 0.0059).
(E) Up‐regulation of lncRNA ZFAS1 was associated with cancer diameter (P = 0.0209). The relative expression level was calculated using 2‐
ΔCT method. **, P < 0.01, *, P < 0.05. Statistical analysis were conducted by Wilcoxon test (A) and Mann‐Whitney U test (B, C, D and E). 
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determine the molecular signatures of two groups of 
cells, we tested the levels of ZFAS1 and the EMT 
markers, CDH1, CDH2, Snail, ZEB1, Vimentin, 
MMP14 and Twist by qRT-PCR. We found a decreased 
expression of the epithelial markers CDH1, EpCAM, 
and increased expression of the  mesenchymal  markers  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

CDH2, Vimentin, ZEB1, Snail, MMP14 and Twist in 
un-captured cells in gastric cancer cell lines AGS, 
SGC7901 and BGC-823 (Fig. 5). More importantly, 
expression of ZFAS1 is upregulated in un-captured cells 
as well, indicating ZFAS1 is enriched in mesenchymal 
type of cancer cells. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

  

Figure 2. Relative expression level of lncRNA ZFAS1 in 77 paired GC plasmas and 60 healthy controls.
(A) ZFAS1 was highly expressed in GC patients compared to healthy controls (P < 0.0001) and patients after surgical
treatment (P < 0.0001). (B‐D) ZFAS1 was highly expressed in patients with high TNM stage (B), depth invasion (C),
and distant metastasis (D). The relative expression level was calculated using 2‐ΔCT method. **, P < 0.01, *, P < 0.05.
Statistical analyses were conducted by Wilcoxon test (A) and Mann‐Whitney U test (B, C, D and E).   

Figure  3.  ZFAS1  is  suitable  for  biomarker  testing and may  serve  as  a  novel  biomarker  for  GC.  (A)  The
expression level of lncRNA ZFAS1 remained stable when incubated at room temperature for 6h and at 4°C for 12h. ZFAS1
was stable when stored at ‐80°C. (B) ZFAS1 remained relatively stable when treated with freeze‐thaw cycles. (C) The ROC
curve analysis for the diagnostic value of lncRNA ZFAS1 in GC (AUC = 0.727, sensitivity: 0.766; specificity: 0.639). 
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Table 2. Correlation between ZFAS1 level in plasma and clinicopathologic 
of GC 
 

Feature No. of cases Mean ± SD P 

Age    
≥60 37 0.0227 ± 0.0242 0.3841 
<60 40 0.0278 ± 0.0282  

Gender    
Male 46 0.0258 ± 0.0271 0.9486 

Female 31 0.0248 ± 0.0255  
Cancer location    

Distal 17 0.0314 ± 0.0298 0.5767 
Middle 25 0.0221 ± 0.0307  

Proximal 35 0.0264 ± 0.0227  
Diameter(cm）    

≥5 18 0.0318 ± 0.0324 0.3493 
<5 59 0.0234 ± 0.0242  

Differentiation    
Well 7 0.0214 ± 0.0159 0.135 

Moderate 24 0.0185 ± 0.0214  
Poor 46 0.0296 ± 0.0293  

TNM stage    
0,Ⅰand Ⅱ 31 0.0216 ± 0.0278 0.0052* 

Ⅲ,Ⅳ 36 0.0297 ± 0.0242  
Invasion    

T0-T3 43 0.0223 ± 0.0273 0.0285* 
T4 34 0.0293 ± 0.0249  

Lymph-node metastasis    
N0 44 0.0223 ± 0.0243 0.2937 

N1-N3 33 0.0279 ± 0.0279  
Distant metastasis    

M0 73 0.0238 ± 0.0254 0.0154* 
M1 4 0.0548 ± 0.0292  

CEA    
Positive 13 0.0265 ± 0.0229 0.5121 
Negative 64 0.0251 ± 0.0271  
CA19-9    
Positive 11 0.0283 ± 0.0360 0.4397 
Negative 66 0.0249 ± 0.0247  
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Correlation between ZFAS1 and Twist in cancer 
tissues derived from GC patients  
 
To further investigate the relationship between ZFAS1 
and the EMT associated factors, we randomly selected 
40 GC tissues to detect the expression level of Twist, a 
key EMT factor, with immunohistochemical staining. 
Then, we analyzed the correlation between ZFAS1 and 
Twist, and found that ZFAS1 expression is positively 
correlated with Twist. Spearman correlation analysis 
showed the correlation coefficient was 0.394(P < 0.05) 
(Fig. 6). Thus, we demonstrated, in human cancer 
tissues, that expression of ZFAS1 is closely correlated 
with EMT process of GC, which can potentially be 
targeted for treatment of GC. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

DISCUSSION 
 
LncRNAs play important roles in the development of 
gastric cancer [22]and can be used as a marker for GC 
diagnosis [23]. In this study, fourteen lncRNAs were 
selected from the database and literatures to test their 
potential roles in GC. We found that ZFAS1 is up-
regulated in the GC tissues compared with the paired 
normal tissues. Furthermore, we found the correlation 
between the ZFAS1 level and the clinicopathological 
characteristics of the 66 gastric cancer patients and 
found that the expression level of ZFAS1 is positively 
correlated to the TNM stage, cancer invasion, lymph 
node metastasis and cancer diameter.  
 
Circulating biomarkers including lncRNAs are one of 
the most promising means of diagnosis for the easy 
access of serum or plasma, and recent studies have 
showed that lncRNAs are quite stable in plasma or 
serum [13, 23], while the precise mechanism is still 
unclear. A possible explanation is that they could be 
packaged and protected by several microparticles, such 
as exosomes [24]. Consistently, our results indicated 
that lncRNA ZFAS1 was sufficiently stable in plasma. 
More importantly, we detected the expression level of 
ZFAS1 in 77 paired plasma samples of GC patients 
obtained before and after surgery. We found that the 
expression level of ZFAS1 was higher in preoperative 
plasmas than postoperative plasmas and the healthy 
controls. Also plasma ZFAS1 level was associated with 
TNM stage, cancer invasion, lymph node metastasis and 
distant metastasis. There exist litter differences in the 
subgroup analyses between tissue and plasma because 
some samples were too small and were all used for 
clinical application. The results indicated that ZFAS1 
expression level had a  significant  predictive  value  for  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Figure  4.  Evaluation  of  ZFAS1  in  three  GC  cell  lines
compared  to  a  normal  gastric  cell  line  GES‐1.  The
expression level of ZFAS1 in gastric cancer cell lines (AGS, SGC‐
7901,  and BGC‐823) were  higher  than  that  in  human  gastric
epithelial  cell  line GES‐1, *, P < 0.05. The  relative expression
level was calculated using 2‐ΔΔCt method. 

Figure 5. Evaluation of  lncRNA ZFAS1 and EMT markers expression  level  in CTCs  simulated by
three  GC  cell  lines.  ZFAS1  level  was  positively  correlated  with  mesenchymal  markers  and  negatively
correlated with epithelial markers in three GC cell lines simulated by AGS (A), SGC‐7901 (B), and BGC‐823 (C).
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gastric cancer, and the AUC value for discriminating 
GC patients from healthy controls was 0.760. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
As tumor cells proliferate, they promote angiogenesis 
and invade into the bloodstream, survive, spread, 
extravagate, escape into the parenchyma and develop 
into distant metastasis [25]. CTCs released from 
primary solid tumors into the vascular circulation are 
now considered a real-time “liquid biopsy” reflecting 
the progression of the disease [17].  CTCs  invaded  into  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

the bloodstream is one of the leading causes for the 
distant metastasis of cancer [26], and these CTCs may 
act as a prognostic marker [27].  
 
Recent studies have shown that circulating nuclear acids 
including miRNAs and lncRNAs may act as a marker 
for CTCs. Madhavan’s [19] study showed that 
circulating miRNAs can predict the CTC status in 
patients with metastatic breast cancer. Ortega’s [28] 
study showed that miRNA-21 may act as a good marker 
for EMT phenotype CTCs. Also, Yuan’s [16] study 
showed that lncRNA-ATB may increase CTC numbers, 
indicated that lncRNA may also act as a CTC marker. 
EMT plays a crucial role in the progress of cancer 
invasion and metastasis through a variety of 
mechanisms [15]. Numbers of transcription factors may 
induce EMT, including zinc finger proteins of the 
SNAIL superfamily Snail1 and Snail2, zinc finger and 
E-box binding proteins of the ZEB family ZEB1 and 
ZEB2, and he TWIST bHLH proteins (TWIST and 
TWIST2) [29]. These factors may repress the gene 
transcription by binding to the promoter region of genes 
involved in cell-cell adhesion such as E-cadherin 
(CDH1) [30-33], and allow dissociation of cancer cells 
from the epithelial matrix [14]. Also, the ZEB protein 
may increase the expression of matrix metallo-
proteinases (MMPs) [34] which may promote the 
invasion and metastasis by degrading the extracellular 
matrix (ECM) proteins.   
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

Figure  6.  The  correlation  between  ZFAS1  level  and
Twist. ZFAS1 level was positively correlated to the expression
level of Twist. The correlation coefficient was 0.394 (P < 0.05).  

 

Figure 7. The potential role of lncRNA ZFAS1 in GC. ZFAS1contributed to the regulation
of EMT in GC progression and thus may serve as a potential diagnostic marker for GC.  
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Recent studies have shown that EMT markers such as 
Twist [35] are overexpressed in CTCs, while CTCs 
expressed low but detectable level of epithelial markers 
such as keratins, MUC1, EpCAM and/or CDH [36, 37]. 
Also Lindsay’s study [37] showed that patients with 
Vimentin-positive CTCs has a reduction in OS (overall 
survival). Angela’s study [38] showed that patients with 
EMT-positive CTCs had a short PFS (perfect forward 
secrecy). 
 
During EMT, cells lose their epithelial characteristics 
and transfer to mesenchymal phenotype [15], change 
their shape, motility, and adhesion through numerous 
mechanisms [39], resulting in increased invasive and 
migratory capability. Thus, elevated numbers of the 
tumor cells leave the primary parenchyma and enter into 
the systemic circulations during cancer metastasis [40]. 
During the progress, several epithelial markers such as 
EpCAM and CDH1 decreased, while the mesenchymal 
makers such as CDH2, Snail, ZEB1, Vimentin and 
Twist increased [14, 15]. EpCAM is up-regulated in 
numerous solid tumor cells and is absent from 
hematologic cells [41], so that EpCAM is used as a 
surface marker to capture circulating tumor cells [42, 
43]. The epithelial surface markers EpCAM and CDH1 
may down-regulated after EMT [44, 45]. In this study, 
three representative cell lines of GC were chosen and 
ZFAS1 was investigated with a non-tumor gastric cell 
line as control. The data showed that ZFAS1 was highly 
expressed in GC cell lines (AGS, SGC7901 and BGC-
823) compared in non-tumor gastric cell line GES-1.To 
investigate the mechanism, we simulated CTCs by 
mixing tumor cells into peripheral blood. Cells were 
divided into two groups by biotinylated EpCAM 
antibody and streptavidin coated magnetic particles. 
Cells captured by magnetic particles expressed a high 
level of EpCAM. We compared the expression level of 
ZFAS1 and EMT markers in the two groups, we found 
that the expression level of ZFAS1 was positively 
related with the mesenchymal markers CDH2, 
Vimentin, ZEB1, Snail, MMP14 and Twist, and was 
negatively related with the epithelial marker CDH1 and 
EpCAM. These results indicated that ZFAS1 may play 
an important role in the progress of EMT, which may 
induce the metastasis of gastric cancer, and ZFAS1 may 
act as a diagnostic marker for gastric cancer and a 
mesenchymal marker for EMT and CTCs (Fig.7). 
 
A previous study [46] showed that ZFAS1 is down-
regulated in breast tumors compared with normal 
tissues and the silencing of ZFAS1 in mammary 
epithelial cell line increased cellular proliferation and 
differentiation, indicated that ZFAS1 may act as a 
tumor suppressor gene and the mechanisms were 
unknown. While another study [47] showed that ZFAS1 

transcripts are highly expressed in most HCC tissues 
compared with the paired non-tumor tissues and the 
upregulation of ZFAS1 promoted the metastasis through 
a miR-150 dependent manner. ZFAS1 act as a miR-150 
sponge and inhibited miR-150, leading to the activating 
of ZEB1, MMP14 and MMP16. Recent study showed 
that ZFAS1 may destabilize p53 and interact with 
CDK1/cyclin B1 complex leading to cell cycle 
progression and inhibition of apoptosis [48]. Our results 
showed that ZFAS1 is up-regulated in GC tissues 
compared with the paired normal tissues, and plasma 
ZFAS1 level is down-regulated after operation, and the 
expression level of ZFAS1 is positively related with 
mesenchymal markers and negatively related with 
epithelial markers. Thus, it is possible that ZFAS1 plays 
different roles in different type of cancers, and the 
mechanism requires further investigation.  
 
MATERIALS AND METHODS 
 
Tissue and plasma samples 
 
Sixty-six fresh paired human gastric tumor tissues and 
seventy-seven paired plasma (preoperative and 
postoperative) samples were obtained from patients 
with gastric cancer undergoing surgery in Zhongnan 
Hospital of Wuhan University between June 2014 and 
June 2015. The postoperative ones were collected two 
weeks after surgery. All patients had been pathological 
diagnosed as GC and none of them had previously 
undergone radiotherapy or chemotherapy treatment. 
Sixty control samples were collected from healthy 
volunteers without cancerous diseases. All Blood 
samples obtained from each donor were placed in the 
EDTA-anticoagulant tube within 1h. The plasma were 
separated by centrifugation at 1000 g for 10min at 4°C, 
followed by a 15min high-speed centrifugation at 10000 
g at 4°C to completely remove cell debris. Collected 
clinical data contained information about tumor 
localization, TNM stage according to the American 
Joint Committee on Cancer. Tissues and plasmas were 
stored at -80°C until use. The study was approved by 
the Institutional Ethics Committee of Zhongnan 
Hospital of Wuhan University (approval number: 
2013059). 
 
Cell culture 
 
All cell lines were cultured at 37°C in a 5% CO2 
incubator. Cell lines GES-1, BGC-823, AGS, and SGC-
7901 were purchased from CCTCC (China Center for 
Type Culture Collection). GES-1 and SGC-7901 were 
maintained in DMEM (Gibco, Invitrogen, USA) 
supplemented with 10% fetal bovine (Gibco, Invitrogen, 
USA). AGS and BGC-823 were maintained in RPMI 
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medium 1640 (Gibco, Invitrogen, USA) supplemented 
with 10% fetal bovine (Gibco, Invitrogen, USA). 
 
Cell sorting 
 
AGS, SGC-7901 and BGC-823 were used as the target 
and the cells were counted and tested for viability 
before experiments. Cells were first dissociated by PBS 
containing 0.02% EDTA, and were suspended in 1ml 
peripheral blood. Then the target cells (1×106) were 
washed and then incubated with 5μl Human 
EpCAM/TROP-1 Biotinylated Antibody (CAA32870, 
R&D Systems China Co. Ltd. ,Shanghai, China) in 4°C 
on an orbital shaker for 60min. After incubation, the 
cells were washed three times and were incubated with 
30μl streptavidin coated magnetic particles (Dynabeads 
M-280 Streptavidin, 11205D, Invitrogen, USA) on an 
orbital shaker in 37°C for 30min. The bounded cells 
were separated by the beads and were used for RNA 
isolation. 
 
RNA isolation and cDNA synthesis 
 
Total RNA was isolated from the tissues and cells using 
TRIzol reagent (Invitrogen, United States of America 
(USA)) according to the manufacturer's instruction. The 
plasma total RNA was extracted from 250μl of plasma 
using a Blood Total RNA Isolation Kit (RP4001, 
BioTeke, Beijing, China) and eluted in 30μl of pre-
heated (75°C) elution according to the manufacturer’s 
instruction. The concentration of RNA was measured by 
Nanodrop 2000 spectrophotometer (Thermo Scientific 
Inc., USA). cDNA was synthesized using the 
PrimeScript™ RT reagent Kit with gDNA Eraser 
(RR047A, Takara, Dalian, China). Reverse transcription 
conditions were as follows: 42°C for 2 min, and then 
37°C for 15 min, 85°C for 5s, followed by storage at 
4°C. 
 
Quantitative real-time PCR (qRT-PCR) assay 
 
Quantitative real-time PCR assay was performed with 
SYBR® Premix Ex Taq™ II (RR820A, Takara, Dalian, 
China) on the Bio-Rad CFX96 (Bio-Rad Laboratories, 
Inc. USA) following manufacturer’s instructions. 
Primer sequences for amplification were designed by 
Primer 3.0 and the sequences were listed in 
Supplementary Table 1. The Glyceraldehyde-3-
phosphate dehydrogenase (GAPDH) was used as the 
endogenous control and was amplified simultaneously 
with target genes. 
 
The PCR reactions were performed in a volume of 20μl 
(10μl of SYBR green mix, 0.8μl 10μmol sense, 0.8μl 
10μmol anti-sense, and 6.4μl water and 2μl cDNA). The 

cycling program was set for initial hold at 95°C for 30s, 
followed by 40 cycles of denaturation at 95°C for 5s, 
annealing at 63.3°C for 30s and extension at 72°C for 
30s. All experiments were carried out in duplicate for 
each data point. Relative gene expression level (the 
amount of target, normalized to endogenous control 
gene) was calculated using 2-ΔCt method. 
 
Immunohistochemical staining 
 
Immunohistochemical staining was used to detect the 
expression of Twist. The anti-Twist antibody (ab50581, 
Abcam, England) was diluted 1:300 for the detection. 
The staining score was based on the staining intensity 
and the percentage of the positive cells. The staining 
intensity was scored as 0 (negative), 1 (very weak), 2 
(weak), 3 (medium) and 4 (strong). The extent of 
staining was scored as 0, 0-10%; 1, 10%-30%; 2, 30%-
50%; 3, 50%-75%; and 4, >75% according to the 
percentage of positive-staining cells. The expression of 
Twist was scored as the sum of the two parts. Slides 
with a total score over 3 were defined as the positive 
expression. 
 
Statistical analyses 
 
Data were presented as mean±SD deviation. Data 
analyses were performed with Prism6 (GraphPad 
software, La Jolla, CA) or SPSS version 21.0 software 
(SPSS, Inc., Chicago, IL). For comparisons, Student t 
test (two tailed), one-way analyses of variance 
(ANOVA), and Mann-Whitney U test were performed. 
Statistical differences were set at *P < 0.05，**P < 
0.01. P < 0.05 was considered statistically significant. 
 
CONCLUSION 
 
Taken together, the expression of ZFAS1 was 
significantly increased in GC tumor tissues and plasma, 
and may decrease after surgery. ZFAS1 may act as a 
marker for gastric cancer diagnosis, and a marker for 
EMT and CTCs. ZFAS1 may promote cancer invasion 
and metastasis by regulating EMT and CTCs. However, 
the molecular mechanisms still require further 
investigation. 
 
AUTHOR CONTRIBUTIONS 
 
Hu Zhou, Fubing Wang and Jiancheng Tu conceived 
and designed the experiments. Shengwei Ye, Qian Tan, 
Hao Chen, Shanshan Chen and Wei Jing contributed to 
the sample collection. H performed the research, 
conducted the data analyses and wrote the manuscript. 
Chunzi Liang revised the manuscript. Jiancheng Tu 
revised the article and coordinated the research team. 

  
www.aging‐us.com                  2032                                                       AGING (Albany NY)



Mingxia Yu contributed the technical assistance. All 
authors have read and approved the final manuscript. 
 
FUNDING 
 
This study was supported by the National Program on 
Key Basic Research Project of China (973 Program, 
2012CB720605) and the Natural Science Foundation of 
Hubei Province of China (2012FFB01703). This work 
was also funded by “351 talent project (Luojia Young 
Scholars)” of Wuhan University and Wuhan City health 
and family planning medical talented youth 
development project. 
 
CONFLICTS OF INTEREST 
 
The authors declare no conflict of interest. 
 
REFERENCES 
 
1.   Siegel RL, Miller KD, Jemal A. Cancer statistics, 2015. 

CA Cancer J Clin. 2015; 65:5–29.  
doi.org/10.3322/caac.21254  

2.   Torre LA, Bray F, Siegel RL, Ferlay J, Lortet‐Tieulent J, 
Jemal A. Global  cancer  statistics,  2012.  CA  Cancer  J 
Clin. 2015; 65:87–108. doi.org/10.3322/caac.21262  

3.   Cervantes  A,  Roda D,  Tarazona N,  Roselló  S,  Pérez‐
Fidalgo  JA.  Current  questions  for  the  treatment  of 
advanced  gastric  cancer.  Cancer  Treat  Rev.  2013; 
39:60–67. doi.org/10.1016/j.ctrv.2012.09.007  

4.   Mattick JS. The genetic signatures of noncoding RNAs. 
PLoS Genet. 2009; 5:e1000459.  

  doi.org/10.1371/journal.pgen.1000459  

5.   Xu TP, Liu XX, Xia R, Yin L, Kong R, Chen WM, Huang 
MD,  Shu  YQ.  SP1‐induced  upregulation  of  the  long 
noncoding RNA TINCR regulates cell proliferation and 
apoptosis by affecting KLF2 mRNA stability  in gastric 
cancer. Oncogene. 2015; 34:5648–61.  

  doi.org/10.1038/onc.2015.18  

6.   Hu Y, Wang J, Qian J, Kong X, Tang J, Wang Y, Chen H, 
Hong J, Zou W, Chen Y, Xu J, Fang JY. Long noncoding 
RNA  GAPLINC  regulates  CD44‐dependent  cell 
invasiveness  and  associates  with  poor  prognosis  of 
gastric  cancer.  Cancer  Res.  2014;  74:6890–902. 
doi.org/10.1158/0008‐5472.CAN‐14‐0686  

7.   Yang  X,  Song  JH,  Cheng  Y, Wu W,  Bhagat  T,  Yu  Y, 
Abraham  JM,  Ibrahim  S,  Ravich  W,  Roland  BC, 
Khashab M, Singh VK, Shin EJ, et al. Long non‐coding 
RNA HNF1A‐AS1 regulates proliferation and migration 
in  oesophageal  adenocarcinoma  cells.  Gut.  2014; 
63:881–90. doi.org/10.1136/gutjnl‐2013‐305266  

8.   Gutschner T, Hämmerle M, Eissmann M, Hsu J, Kim Y, 
Hung G,  Revenko  A,  Arun G,  Stentrup M, Gross M, 
Zörnig M, MacLeod AR, Spector DL, Diederichs S. The 
noncoding RNA MALAT1  is a critical  regulator of  the 
metastasis  phenotype  of  lung  cancer  cells.  Cancer 
Res. 2013; 73:1180–89. 
doi.org/10.1158/0008‐5472.CAN‐12‐2850  

9.   Sørensen  KP,  Thomassen M,  Tan Q,  Bak M,  Cold  S, 
Burton M, Larsen MJ, Kruse TA. Long non‐coding RNA 
expression profiles predict metastasis in lymph node‐
negative  breast  cancer  independently  of  traditional 
prognostic markers. Breast Cancer Res. 2015; 17:55. 
doi.org/10.1186/s13058‐015‐0557‐4  

10.  Yuan SX, Wang  J, Yang F, Tao QF, Zhang  J, Wang LL, 
Yang Y, Liu H, Wang ZG, Xu QG, Fan J, Liu L, Sun SH, et 
al.  Long  noncoding  RNA  DANCR  increases  stemness 
features of hepatocellular carcinoma by derepression 
of CTNNB1. Hepatology. 2016; 63:499‐511.  

11.  Hu Y, Wang J, Qian J, Kong X, Tang J, Wang Y, Chen H, 
Hong J, Zou W, Chen Y, Xu J, Fang JY. Long noncoding 
RNA  GAPLINC  regulates  CD44‐dependent  cell 
invasiveness  and  associates  with  poor  prognosis  of 
gastric  cancer.  Cancer  Res.  2014;  74:6890–902. 
doi.org/10.1158/0008‐5472.CAN‐14‐0686  

12.  Zhang E, He X, Yin D, Han L, Qiu M, Xu T, Xia R, Xu L, 
Yin R, De W.  Increased expression of  long noncoding 
RNA TUG1 predicts a poor prognosis of gastric cancer 
and  regulates  cell  proliferation  by  epigenetically 
silencing  of  p57.  Cell  Death  Dis.  2016;  7:e2109. 
doi.org/10.1038/cddis.2015.356  

13.  Dong  L, Qi P, Xu MD, Ni SJ, Huang D, Xu QH, Weng 
WW,  Tan  C,  Sheng WQ,  Zhou  XY,  Du  X.  Circulating 
CUDR, LSINCT‐5 and PTENP1  long noncoding RNAs  in 
sera  distinguish  patients  with  gastric  cancer  from 
healthy  controls.  Int  J  Cancer.  2015;  137:1128–35. 
doi.org/10.1002/ijc.29484  

14.  Thiery JP, Acloque H, Huang RY, Nieto MA. Epithelial‐
mesenchymal  transitions  in  development  and 
disease. Cell. 2009; 139:871–90.  

  doi.org/10.1016/j.cell.2009.11.007  

15.  Lamouille S, Xu  J, Derynck R. Molecular mechanisms 
of  epithelial‐mesenchymal  transition.  Nat  Rev  Mol 
Cell Biol. 2014; 15:178–96. doi.org/10.1038/nrm3758  

16.  Yuan JH, Yang F, Wang F, Ma JZ, Guo YJ, Tao QF, Liu F, 
Pan W, Wang TT, Zhou CC, Wang SB, Wang YZ, Yang 
Y,  et  al.  A  long  noncoding  RNA  activated  by  TGF‐β 
promotes the  invasion‐metastasis cascade  in hepato‐
cellular carcinoma. Cancer Cell. 2014; 25:666–81.  
doi.org/10.1016/j.ccr.2014.03.010  

  
www.aging‐us.com                  2033                                                       AGING (Albany NY)



17.  Alix‐Panabières  C,  Pantel  K.  Circulating  tumor  cells: 
liquid biopsy of cancer. Clin Chem. 2013; 59:110–18. 
doi.org/10.1373/clinchem.2012.194258  

18.  Toyoshima  K,  Hayashi  A,  Kashiwagi  M,  Hayashi  N, 
Iwatsuki  M,  Ishimoto  T,  Baba  Y,  Baba  H,  Ohta  Y. 
Analysis  of  circulating  tumor  cells  derived  from 
advanced gastric cancer. Int J Cancer. 2015; 137:991–
98. doi.org/10.1002/ijc.29455  

19.  Madhavan  D,  Zucknick  M,  Wallwiener  M,  Cuk  K, 
Modugno C, Scharpff M, Schott S, Heil J, Turchinovich 
A,  Yang  R,  Benner  A,  Riethdorf  S,  Trumpp  A,  et  al. 
Circulating  miRNAs  as  surrogate  markers  for 
circulating  tumor  cells  and  prognostic  markers  in 
metastatic  breast  cancer.  Clin  Cancer  Res.  2012; 
18:5972–82.  
doi.org/10.1158/1078‐0432.CCR‐12‐1407  

20. Chen G, Wang Z, Wang D, Qiu C, Liu M, Chen X, Zhang 
Q, Yan G, Cui Q. LncRNADisease: a database for long‐
non‐coding  RNA‐associated  diseases.  Nucleic  Acids 
Res. 2013; 41:D983–86. doi.org/10.1093/nar/gks1099  

21.  Zhang  ZY, Ge HY. Micrometastasis  in  gastric  cancer. 
Cancer Lett. 2013; 336:34–45.  

  doi.org/10.1016/j.canlet.2013.04.021  

22.  Fang  XY,  Pan  HF,  Leng  RX,  Ye  DQ.  Long  noncoding 
RNAs: novel  insights  into gastric cancer. Cancer Lett. 
2015 (2 Pt B); 356:357–66.  

  doi.org/10.1016/j.canlet.2014.11.005  

23. Zhou X, Yin C, Dang Y, Ye F, Zhang G. Identification of 
the  long  non‐coding  RNA H19  in  plasma  as  a  novel 
biomarker  for  diagnosis  of  gastric  cancer.  Sci  Rep. 
2015; 5:11516. doi.org/10.1038/srep11516  

24. Li Q, Shao Y, Zhang X, Zheng T, Miao M, Qin L, Wang B, 
Ye  G,  Xiao  B,  Guo  J.  Plasma  long  noncoding  RNA 
protected  by  exosomes  as  a  potential  stable 
biomarker  for  gastric  cancer.  Tumour  Biol.  2015; 
36:2007–12. doi.org/10.1007/s13277‐014‐2807‐y  

25.  Joyce  JA, Pollard  JW. Microenvironmental  regulation 
of  metastasis.  Nat  Rev  Cancer.  2009;  9:239–52. 
doi.org/10.1038/nrc2618 

26. Quail DF,  Joyce  JA. Microenvironmental regulation of 
tumor  progression  and metastasis.  Nat Med.  2013; 
19:1423–37. doi.org/10.1038/nm.3394  

27. Yang  JD, Campion MB, Liu MC, Chaiteerakij R, Giama 
NH, Ahmed Mohammed H, Zhang X, Hu C, Campion 
VL,  Jen  J, Venkatesh SK, Halling KC, Kipp BR, Roberts 
LR.  Circulating  tumor  cells  are  associated with  poor 
overall  survival  in patients with  cholangiocarcinoma. 
Hepatology. 2016; 63:148–58.  

  doi.org/10.1002/hep.27944  

28.  Ortega  FG,  Lorente  JA,  Garcia  Puche  JL,  Ruiz  MP, 
Sanchez‐Martin RM, de Miguel‐Pérez D, Diaz‐Mochon 
JJ,  Serrano  MJ.  miRNA  in  situ  hybridization  in 
circulating  tumor  cells‐‐MishCTC.  Sci  Rep.  2015; 
5:9207. doi.org/10.1038/srep09207  

29. Puisieux A, Brabletz T, Caramel  J. Oncogenic  roles of 
EMT‐inducing  transcription  factors.  Nat  Cell  Biol. 
2014; 16:488–94. doi.org/10.1038/ncb2976  

30.  Cano  A,  Pérez‐Moreno  MA,  Rodrigo  I,  Locascio  A, 
Blanco MJ, del Barrio MG, Portillo F, Nieto MA. The 
transcription  factor  snail  controls  epithelial‐
mesenchymal  transitions  by  repressing  E‐cadherin 
expression. Nat Cell Biol. 2000; 2:76–83. 

  doi.org/10.1038/35000025  

31. Casas E, Kim  J, Bendesky A, Ohno‐Machado  L, Wolfe 
CJ, Yang  J. Snail2  is an essential mediator of Twist1‐
induced  epithelial  mesenchymal  transition  and 
metastasis. Cancer Res. 2011; 71:245–54.  

  doi.org/10.1158/0008‐5472.CAN‐10‐2330  

32.  Peinado H, Olmeda D,  Cano A.  Snail,  Zeb  and  bHLH 
factors in tumour progression: an alliance against the 
epithelial phenotype? Nat Rev Cancer. 2007; 7:415–
28. doi.org/10.1038/nrc2131  

33. Vandewalle  C,  Comijn  J, De  Craene B, Vermassen  P, 
Bruyneel E, Andersen H, Tulchinsky E, Van Roy F, Berx 
G.  SIP1/ZEB2  induces  EMT  by  repressing  genes  of 
different  epithelial  cell‐cell  junctions.  Nucleic  Acids 
Res. 2005; 33:6566–78. doi.org/10.1093/nar/gki965  

34. Vandewalle C, Van Roy F, Berx G. The role of the ZEB 
family  of  transcription  factors  in  development  and 
disease.  Cell  Mol  Life  Sci.  2009;  66:773–87. 
doi.org/10.1007/s00018‐008‐8465‐8  

35. Yu M, Bardia A, Wittner BS, Stott SL, Smas ME, Ting 
DT,  Isakoff  SJ,  Ciciliano  JC,  Wells  MN,  Shah  AM, 
Concannon  KF,  Donaldson  MC,  Sequist  LV,  et  al. 
Circulating  breast  tumor  cells  exhibit  dynamic 
changes  in epithelial and mesenchymal composition. 
Science. 2013; 339:580–84.  

  doi.org/10.1126/science.1228522  

36. Sarioglu AF, Aceto N, Kojic N, Donaldson MC, Zeinali 
M,  Hamza  B,  Engstrom  A,  Zhu  H,  Sundaresan  TK, 
Miyamoto DT,  Luo  X, Bardia A, Wittner  BS,  et  al. A 
microfluidic device  for  label‐free, physical capture of 
circulating  tumor  cell  clusters.  Nat Methods.  2015; 
12:685–91. doi.org/10.1038/nmeth.3404  

37. Hou JM, Krebs M, Ward T, Sloane R, Priest L, Hughes 
A, Clack G, Ranson M, Blackhall F, Dive C. Circulating 
tumor cells as a window on metastasis biology in lung 
cancer. Am J Pathol. 2011; 178:989–96.  

  doi.org/10.1016/j.ajpath.2010.12.003  

  
www.aging‐us.com                  2034                                                       AGING (Albany NY)



38.  Gradilone  A,  Raimondi  C,  Nicolazzo  C,  Petracca  A, 
Gandini O, Vincenzi B, Naso G, Aglianò AM, Cortesi E, 
Gazzaniga  P.  Circulating  tumour  cells  lacking 
cytokeratin in breast cancer: the importance of being 
mesenchymal.  J  Cell  Mol  Med.  2011;  15:1066–70. 
doi.org/10.1111/j.1582‐4934.2011.01285.x  

39. Mendez MG, Kojima S, Goldman RD. Vimentin induces 
changes  in  cell  shape, motility,  and  adhesion during 
the  epithelial  to  mesenchymal  transition.  FASEB  J. 
2010; 24:1838–51. doi.org/10.1096/fj.09‐151639  

40. Radisky DC.  Epithelial‐mesenchymal  transition.  J  Cell 
Sci. 2005; 118:4325–26. doi.org/10.1242/jcs.02552  

41. Wenqi D, Li W, Shanshan C, Bei C, Yafei Z, Feihu B, Jie 
L,  Daiming  F.  EpCAM  is  overexpressed  in  gastric 
cancer  and  its  downregulation  suppresses 
proliferation  of  gastric  cancer.  J  Cancer  Res  Clin 
Oncol.  2009;  135:1277–85.  doi.org/10.1007/s00432‐
009‐0569‐5  

42. Kim YJ, Koo GB, Lee JY, Moon HS, Kim DG, Lee DG, Lee 
JY, Oh JH, Park JM, Kim MS, Woo HG, Kim SI, Kang P, 
et al. A microchip filter device incorporating slit arrays 
and 3‐D  flow  for detection of circulating  tumor cells 
using  CAV1‐EpCAM  conjugated  microbeads. 
Biomaterials. 2014; 35:7501–10.  

  doi.org/10.1016/j.biomaterials.2014.05.039  

43.  de  Wit  S,  van  Dalum  G,  Lenferink  AT,  Tibbe  AG, 
Hiltermann TJ, Groen HJ, van Rijn CJ, Terstappen LW. 
The detection of EpCAM(+) and EpCAM(‐) circulating 
tumor cells. Sci Rep. 2015; 5:12270.  

  doi.org/10.1038/srep12270  

44. Gorges TM, Tinhofer  I, Drosch M, Röse L, Zollner TM, 
Krahn T, von Ahsen O. Circulating tumour cells escape 
from  EpCAM‐based  detection  due  to  epithelial‐to‐
mesenchymal  transition. BMC Cancer. 2012; 12:178. 
doi.org/10.1186/1471‐2407‐12‐178  

45. Hyun KA, Koo GB, Han H, Sohn J, Choi W, Kim SI, Jung 
HI, Kim YS. Epithelial‐to‐mesenchymal transition leads 
to  loss of EpCAM and different physical properties  in 
circulating tumor cells from metastatic breast cancer. 
Oncotarget. 2016; 7:24677–87.  

46. Askarian‐Amiri ME, Crawford  J, French  JD, Smart CE, 
Smith MA, Clark MB, Ru K, Mercer TR, Thompson ER, 
Lakhani SR, Vargas AC, Campbell IG, Brown MA, et al. 
SNORD‐host  RNA  Zfas1  is  a  regulator  of mammary 
development  and  a  potential  marker  for  breast 
cancer. RNA. 2011; 17:878–91.  

  doi.org/10.1261/rna.2528811  

47. Li T, Xie J, Shen C, Cheng D, Shi Y, Wu Z, Deng X, Chen 
H, Shen B, Peng C, Li H, Zhan Q, Zhu Z. Amplification 
of  Long Noncoding RNA  ZFAS1 Promotes Metastasis 
in  Hepatocellular  Carcinoma.  Cancer  Res.  2015; 

75:3181–91.  doi.org/10.1158/0008‐5472.CAN‐14‐
3721  

48.  Thorenoor N,  Faltejskova‐Vychytilova  P, Hombach  S, 
Mlcochova J, Kretz M, Svoboda M, Slaby O. Long non‐
coding RNA ZFAS1 interacts with CDK1 and is involved 
in p53‐dependent cell cycle control and apoptosis  in 
colorectal cancer. Oncotarget. 2016; 7:622–37.  
doi.org/10.18632/oncotarget.5807 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

  
www.aging‐us.com                  2035                                                       AGING (Albany NY)




